
U.1I 



RECEIVED 



SEQUENCE LISTING 



<110> Parham, Christi 
Moore, Kevin W. 
Murgolo, Nicholas* J. 
Bazan, J. Fernandl 

<120> Human Receptor Proteins; Related Reagents and Methods 

<130> DX0804K 



DEC 2 2 



<140> 09/265,540 
<141> 1999-03-08 



160> 6 



<170> Patentln Ver. 2.0 

<210> 1 
<211> 1381 
<212> DNA 
<213> primate 

<220> 
<221> CDS 

<222> (132) . . (1064) 
<220> 

<221> misc_feature 
<222> (567) 
<223> n at position 567; n may be A\ 
translated amino acid depends 



C, G, or T; 

m genetic code 



<220> 

<221> misc_feature 
<222> (573) 
<223> n at position 573; n may be A, C, 1 
translated amino acid depends on 



G, or T; 
fenetic code 



<220> 

<221> misc_feature 
<222> (1336) 

<223> nat position 1336; n may be A,C, G,\or T; 

translated amino acid depends on gene\tic code 

<220> 

<221> misc_feature 
<222> (1342) 

<223> n at position 1342; n may be A, C, G, oA T; 

translated amino acid depends on genetic\code 

<220> 

<221> misc_feature 
<222> (1369) 

<223> n at position 1369; n may be A, C, G, or T; 

translated amino acid depends on genetic codi 



<400> 1 

tcgacccacg cgtccgctact gcgactcaga cctcagctcc aacatatgca ttctgaagaa 60 

agatggctga gatggacatoa atgctttatt ttggaaagaa acaatgttct aggtcaaact 120 

gagtctacca a atg cag\act ttc aca atg gtt eta gaa gaa ate tgg aca 170 

Met GlnYThr Phe Thr Met Val Leu Glu Glu lie Trp Thr 
1 \ 5 10 



agt ctt ttc atg tgg ttc ttc tac gca ttg att cca tgt ttg etc aca 
Ser Leu Phe Met Trp Ph& Phe Tyr Ala Leu lie Pro Cys Leu Leu Thr 
15 \ 20 25 



218 



gat gaa gtg gec att ctg V:ct gec cct cag aac etc tct gta etc tea 
Asp Glu Val Ala lie Leu Pro Ala Pro Gin Asn Leu Ser Val Leu Ser 
30 35 \ 40 45 



266 



acc aac atg aag cat etc ttVj atg tgg age cca gtg ate gcg cct gga 

Thr Asn Met Lys His Leu Le& Met Trp Ser Pro Val lie Ala Pro Gly 

50 \ 55 60 

gaa aca gtg tac tat tct gtc haa tac cag ggg gag tac gag age ctg 

Glu Thr Val Tyr Tyr Ser Val Glu Tyr Gin Gly Glu Tyr Glu Ser Leu 

65 \ 70 75 

tac acg age cac ate tgg ate ccA age age tgg tgc tea etc act gaa 

Tyr Thr Ser His lie Trp lie ProVser Ser Trp Cys Ser Leu Thr Glu 

80 85 \ 90 



ggt cct gag tgt gat gtc act gat gac ate acg gec act gtg cca tac 
^3^.y Pro Glu Cys Asp Val Thr Asp As\p lie Thr Ala Thr Val Pro Tyr 



314 



95 



100 



105 



aac ctt cgt gtc agg gee aca ttg ggevtea cag acc tea gec tgg age 
Asn Leu Arg Val Arg Ala Thr Leu Gly Eer Gin Thr Ser Ala Trp Ser 
110 115 \ 120 125 



362 



410 



458 



506 



ate ctg aag cat ccc ttt aat aga aac tcte acc ate ctt acc cga cct 
lie Leu Lys His Pro Phe Asn Arg Asn Sei Thr lie Leu Thr Arg Pro 

130 135\ 140 



554 



ggg atg gag ate nee aaa nat ggc ttc cac ctg gtt att gag ctg gag 
Gly Met Glu lie Xaa Lys Xaa Gly Phe His ieu Val He Glu Leu Glu 

145 150 \ 155 



602 



gac ctg ggg ccc cag ttt gag ttc ctt gtg get tac tgg asg agg gag 
Asp Leu Gly Pro Gin Phe Glu Phe Leu Val AlA Tyr Trp Xaa Arg Glu 
160 165 \ 170 



650 



cct ggt gee gag gaa cat gtc aaa atg gtg agg Agt ggg ggt att cca 
Pro Gly Ala Glu Glu His Val Lys Met Val Arg S^r Gly Gly He Pro 
175 180* 1 



698 



gtg cac eta gaa acc atg gag cca ggg get gca tac\tgt gtg aag gee 
Val His Leu Glu Thr Met Glu Pro Gly Ala Ala Tyr\Cys Val Lys Ala 
190 195 200. \ 205 



746 



cag aca ttc gtg aag\gcc att ggg arg tac age gec ttc age cag aca 
Gin Thr Phe Val Lys Vila lie Gly Xaa Tyr Ser Ala Phe Ser Gin Thr 

210 \ 215 220 



794 



gaa tgt gtg gar gtg cka gga gag gec att ccc ctg gta ctg gec ctg 
Glu Cys Val Xaa Val Gin Gly Glu Ala He Pro Leu Val Leu Ala Leu 

225 \ 230 235 



842 



ttt gec ttt gtt ggc ttq atg ctg ate ctt gtg gtc gtg cca ctg ttc 
Phe Ala Phe Val Gly Phe\ Met Leu He Leu Val Val Val Pro Leu Phe 
240 \ 245 250 



890 



gtc tgg aaa atg ggc egg ctg etc cag tac tec tgt tgc ccc gtg gtg 
Val Trp Lys Met Gly Arg leu Leu Gin Tyr Ser Cys Cys Pro Val Val 
255 260 265 



938 



gtc etc cca gac acc ttg acte ata acc aat tea ccc cag aag tta ate 
Val Leu Pro Asp Thr Leu Lyte He Thr Asn Ser Pro Gin Lys Leu He 
270 275 \ 280 285 



986 



age tgc aga agg gag gag gtg vgat gec tgt gee acg get gtg atg tct 
Ser Cys Arg Arg Glu Glu Val Asp Ala Cys Ala Thr Ala Val Met Ser 

290 \ 295 300 



1034 



cct gag gaa etc etc agg gec tag ate tea taggtttgcg gaagggecca 
Pro Glu Glu Leu Leu Arg Ala Trfe He Ser 

305 \ 310 



1084 



ggtgaagccg agaacctggt ctgeatgaca tggaaaccat gaggggacaa gttgtgtttc 1144 
tgttttccgc caeggacaag ggatgagagat agtaggaaga gcctgttgtc tacaagtcta 1204 
gaagcaacca tcagaggcag ggtggtttgt pkaacagaac aaytgactga ggytakrggg 1264 
gwtgtgacct ctagactktg ggstkscayt ngcwtggytg agcaaccctg ggaaaagtga 1324 



cttcatccct tnggtccnaa gttttctcat cttgtaatggg ggatnectae aaaactg 



1381 



<210> 2 
<211> 311 
<212> PRT 
<213> primate 

<400> 2 

Met Gin Thr Phe Thr Met Val Leu Glu Gld He Trp Thr Ser Leu Phe 
1 5 10\ 15 

Met Trp Phe Phe Tyr Ala Leu He Pro Cys )Leu Leu Thr Asp Glu Val 

20 25 \ 30 

Ala He Leu Pro Ala Pro Gin Asn Leu Ser Vkl Leu Ser Thr Asn Met 

35 40 \ 45 



Lys His Leu Leu Met Trp Ser Pro Val He AlA Pro Gly Glu Thr Val 
50 55 V 60 



Tyr Tyr Ser Val 
65 

His lie Trp lie 



Cys Asp Val Thr 

100 

Val Arg Ala Thr 
115 

His Pro Phe Asn 
130 

lie Xaa Lys Xaa 
145 

Pro Gin Phe Glu 



Glu Glu His Val 

180 

Glu Thr Met Glu 
195 

Val Lys Ala He 
210 

Xaa Val Gin Gly 
225 

Val Gly Phe Met 



Met Gly Arg Leu 

260 

Asp Thr Leu Lys 
275 

Arg Glu Glu Val 
290 

Leu Leu Arg Ala 
305 



<210> 3 
<211> 1244 
<212> DNA 
<213> primate 



Glu Tyr Gin Gly 
70 

Pro Ser Ser Trp 

r 5 

Asp Asp He Thr 



Leu\Gly Ser Gin 
\ 120 

Arg Asn Ser Thr 
\ 135 

Gly Phte His Leu 
154 

Phe Leu\Val Ala 
165 \ 

Lys Met ual Arg 



Pro Gly A]\a Ala 

\ 200 

Gly Xaa Tyr\ Ser 
215\ 

Glu Ala He Pro 
230 \ 

Leu He Leu Val 
245 \ 

Leu Gin Tyr Ser 



He Thr Asn Ser 

280 

Asp Ala Cys Ala 
295 

Trp He Ser 
310 



Glu Tyr Glu Ser 

75 

Cys Ser Leu Thr 
90 

Ala Thr Val Pro 
105 

Thr Ser Ala Trp 



He Leu Thr Arg 

140 

Val He Glu Leu 
155 

Tyr Trp Xaa Arg 
170 

Ser Gly Gly He 
185 

Tyr Cys Val Lys 



Ala Phe Ser Gin 

220 

Leu Val Leu Ala 
235 

Val Val Pro Leu 
250 

Cys Cys Pro Val 
265 

Hro Gin Lys Leu 



Tht Ala Val Met 
\ 300 



Leu Tyr Thr Ser 

80 

Glu Gly Pro Glu 

95 

Tyr Asn Leu Arg 
110 

Ser lie Leu Lys 
125 

Pro Gly Met Glu 



Glu Asp Leu Gly 

160 

Glu Pro Gly Ala 
175 

Pro Val His Leu 
190 

Ala Gin Thr Phe 
205 

Thr Glu Cys Val 



Leu Phe Ala Phe 

240 

Phe Val Trp Lys 
255 

Val Val Leu Pro 
270 

He Ser Cys Arg 
285 

Ser Pro Glu Glu 



<220> 

<221> CDS 

<222> (2) . . (694) 





<400> 3 

c egg gtc gac cca\cgc gtc cgc ctg gtt tec ccc tgg ctg aca gtg cct 4 9 

Arg Val Asp Pro yVrg Val Arg Leu Val Ser Pro Trp Leu Thr Val Pro 
1 \ 5 10 15 



tgg ttc ctg tec tgt\tgg aat gtt ace att ggg cct cct gag age ate 
Trp Phe Leu Ser Cys VTrp Asn Val Thr lie Gly Pro Pro Glu Ser lie 

20 \ 25 30 



tgg gtg acg ccg gga gc^a 
Trp Val Thr Pro Gly Gl 

35 



ttc 
Phe 



tec 
Ser 
40 



etc 
Leu 



gac 
Asp 
50 



gtc 
Val 



cct 
Pro 



tgg gaa 
Trp Glu 
65 



aag 
Lys 



gcg 
Ala 



tec ate gtg ttg gat ggc ttg 
Ser lie Val Leu Asp Gly Leu 

85 



gtg aag gcg 
Val Lys Ala 



cat 
His 
100 




ate 
He 



ate 
He 



agg 
Arg 



ttc 
Phe 
45 



tec 
Ser 



tct 
Ser 



gga 
Gly 



etc 
Leu 



aac 
Asn 



ace 
Thr 



tct 
Ser 



agg 
Arg 
110 



ccc 
Pro 



ccc 
Pro 



tg ggc tat ttc cag tac tat gtc cat tay 

u Gly Tyr Phe Gin Tyr Tyr Val His Xaa 

5 60 

ate caa aag gtt aaa ggt cct ttc aag age aac 

He Gln\Lys Val Lys Gly Pro Phe Lys Ser Asn 

70 \ 75 80 



ccc tta aga gaa tac tgt tta caa 
Pro Leu Arg Glu Tyr Cys Leu Gin 
90 95 



ggc 
Gly 



97 



145 



193 



241 



289 



337 



cgc tta age aac ata act tgc tac ga& aca atg atg gat gee act acg 
Arg Leu Ser Asn He Thr Cys Tyr Glu\Thr Met Met Asp Ala Thr Thr 
115 120 \ 125 



385 



aag ctt caa caa 
Lys Leu Gin Gin 
130 



gtc ate etc ate gee 
Val He Leu He Ala 
135 



g gga gtc ttt ctg teg ctg 
V^l Gly Val Phe Leu Ser Leu 
140 



433 



gcg gcg ctg gcg ggg ggc tgt ttc ttc ctg\gtg ctg aga tac aaa ggc 
Ala Ala Leu Ala Gly Gly Cys Phe Phe Leu Val Leu Arg Tyr Lys Gly 
145 150 \55 160 



481 



ctg gtg aaa tac tgg ttt cac tct ccg cca acte: ate cca tea caa ate 
Leu Val Lys Tyr Trp Phe His Ser Pro Pro Se\ lie Pro Ser Gin He 

165 170 \ 175 



529 



gaa gag tat ctg aag gac ccg age cag cct ate 
Glu Glu Tyr Leu Lys Asp Pro Ser Gin Pro He 

180 185 



gag 
Glu 



gee 
Ala 
190 



ctg gac 
Leu Asp 



577 



aag gac acg tea cca aca gat gat gee tgg gac ttg\ gtg tct gtt gtt 
Lys Asp Thr Ser Pro Thr Asp Asp Ala Trp Asp LeuVal Ser Val Val 
195 200 £05 



625 



gca ttt cca gca aag gag caa gaa gat gtt ccc caa a<}c act ttg ace 
Ala Phe Pro Ala Lys Glu Gin Glu Asp Val Pro. Gin Se\ Thr Leu Thr 
210 215 * 220 



673 




caa aac tct ggt gcg qtc tgc tagcctgtgg ggtaagggct ctgagccgag 
Gin Asn Ser Gly Ala vial Cys 
225 2B0 



724 



gaagctgctg atgtccatgt pagcacttta tggaatccgg tcctccattt tcctgtcccc 784 

aaaaggcccg tcagtgcctg tigaagatgta acgggtctca tgggggcgac aagcttattg 844 

atttttttct tcaaactaag agttttctaa tcatacgcgt ttttagaata attctacaga 904 

tatgtccccg aaagattaag a.tlttctctta aacactaaaa agacatgtaa ttatttgtta 964 

gcaaatgggc gtctggcacg cctctgacac tttttcgtca gcagccagga cacgaggtcc 1024 

cctccttgat gaagcccctc gggcagacca tgtcacctgt cccagcctgc cccaagaagg 1084 

gacattaagt ggcccttctt catatccaaa cacctggctt gaaatgtgat tagccctgta 11*44 

aatagtttca cagagattaa gccttvttttt cccccaagtt aggaataaaa gactataatt 1204 



aactttttaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 



1244 



<210> 4 
<211> 231 
<212> PRT 
<213> primate 

<400> 4 

Arg Val Asp Pro Arg Val Arg Leu 
1 5 



r al Ser Pro Trp Leu Thr Val Pro 
10 15 



Trp Phe Leu Ser Cys Trp Asn Val TlVr He Gly Pro Pro Glu Ser He 

20 25 30 

Trp Val Thr Pro Gly Glu Ala Ser Leu\ He lie Arg Phe Ser Ser Pro 

35 40 \ 45 

Phe Asp Val Pro Pro Asn Leu Gly Tyr the Gin Tyr Tyr Val His Xaa 

50 55 \ 60 

Trp Glu Lys Ala Gly He Gin Lys Val L$s Gly Pro Phe Lys Ser Asn 

65 70 \ 75 80 

Ser He Val Leu Asp Gly Leu Arg Pro Leu\ Arg Glu Tyr Cys Leu Gin 

85 90\ 95 

Val Lys Ala His Leu Phe Arg Thr Ser Cys Asn Thr Ser Arg Pro Gly 

100 105 \ 110 



Arg Leu Ser Asn He Thr Cys Tyr Glu Thr 
115 120 



Mdfc Met Asp Ala Thr Thr 
125 



Lys Leu Gin Gin Val He Leu He Ala Val GlyWal Phe Leu Ser Leu 
130 135 .U40 



Ala Ala Leu Ala G1A Gly Cys Phe Phe Leu Val Leu Arg Tyr Lys Gly 
145 \150 155 160 



Leu Val Lys Tyr Trp ^he His Ser Pro Pro Ser lie Pro Ser Gin lie 

165 \ 170 175 

Glu Glu Tyr Leu Lys Asfc> Pro Ser Gin Pro lie Leu Glu Ala Leu Asp 

180 \ 185 190 

Lys Asp Thr Ser Pro Thr\ Asp Asp Ala Trp Asp Leu Val Ser Val Val 
195 \ 200 205 

Ala Phe Pro Ala Lys Glu tin Glu Asp Val Pro Gin Ser Thr Leu Thr 
210 215 220 

Gin Asn Ser Gly Ala Val cVs 
225 230 



<210> 5 
<211> 337 
<212> PRT 
<213> primate 

<400> 5 

Met Arg Pro Thr Leu Leu Trp Sekr Leu Leu Leu Leu Leu Gly Val Phe 
1 5 \ 10 15 

Ala Ala Ala Ala Ala Ala Pro Pro\Asp Pro Leu Ser Gin Leu Pro Ala 

20 \ 25 30 

Pro Gin His Pro Lys lie Arg Leu ifyr Asn Ala Glu Gin Val Leu Ser 

35 40 \ 45 

Trp Glu Pro Val Ala Leu Ser Asn S<^r Thr Arg Pro Val Val Tyr Arg 
50 55 \ 60 

Val Gin Phe Lys Tyr Thr Asp Ser Lys\Trp Phe Thr Ala Asp He Met 
65 l 70 \ 75 80 

Ser He Gly Val Asn Cys Thr Gin He ihr Ala Thr Glu Cys Asp Phe 

85 100 95 

Thr Ala Ala Ser Pro Ser Ala Gly Phe Prto Met Asp Phe Asn Val Thr 

100 105 \ 110 

Leu Arg Leu Arg Ala Glu Leu Gly Ala Leu\His Ser Ala Trp Val Thr 
115 120 \ 125 

Met Pro Trp Phe Gin His Tyr Arg Asn Val Tttir Val Gly Pro Pro Glu 
130 135 \ 140 



Asn He Glu Val Thr Pro Gly Glu Gly Ser Let He He Arg Phe Ser 
145 150 15^ 160 



Ser Pro Phe Asp He Ala Asp Thr Ser Thr Al^VPhe Phe Cys Tyr Tyr 

165 170 \ 175 




# 



Val His Tyr Trp Glu 

180 



.ys Gly Gly He Gin Gin Val Lys Gly Pro Phe 

185 190 



Arg Ser Asn Ser He Sfer Leu Asp Asn Leu Lys Pro Ser Arg Val Tyr 
195 \ 200 205 

Cys Leu Gin Val Gin Alk Gin Leu Leu Trp Asn Lys Ser Asn He Phe 
210 \ 215 220 

Arg Val Gly His Leu Ser\Asn He Ser Cys Tyr Glu Thr Met Ala Asp 
225 230\ 235 240 

Ala Ser Thr Glu Leu Gin fcln Val He Leu He Ser Val Gly Thr Phe 

245 \ 250 255 

Ser Leu Leu Ser Val Leu Ala Gly Ala Cys Phe Phe Leu Val Leu Lys 

260 \ 265 270 

Tyr Arg Gly Leu He Lys Tyr\ Trp Phe His Thr Pro Pro Ser He Pro 
275 \280 285 

Leu Gin He Glu Glu Tyr Leu Lys Asp Pro Thr Gin Pro He Leu Glu 
290 295 \ 300 

Ala Leu Asp Lys Asp Ser Ser pAo Lys Asp Asp Val Trp Asp Ser Val 
305 310 \ 315 320 

Ser He He Ser Phe Pro Glu LysVdu Gin Glu Asp Val Leu Gin Thr 

325 \ 330 335 



Leu 



<210> 6 
<211> 325 
<212> PRT 
<213> primate 



<400> 6 

Met Ala Trp Ser Leu Gly Ser Trp Leu 
1 5 



y Gly Cys Leu Leu Val Ser 
0 15 



Ala Leu Gly Met Val Pro Pro Pro Glu Ask Val Arg Met Asn Ser Val 

20 25 \ 30 

Asn Phe Lys Asn He Leu Gin Trp Glu Ser VPro Ala Phe Ala Lys Gly 

35 40 \ 45 

Asn Leu Thr Phe Thr Ala Gin Tyr Leu Ser tW Arg He Phe Gin Asp 

50 55 \ 60 

Lys Cys Met Asn Thr Thr Leu Thr Glu Cys AsA Phe Ser Ser Leu Ser 

65 70 75\ 80 



Lys Tyr Gly Asp His Thr Leu Arg Val Arg Ala Glu Phe Ala Asp Glu 



90 



95 



His Ser Asp Trp Val Asn lie Thr Phe Cys Pro Val Asp Asp Thr lie 

100 \ 105 110 

lie Gly Pro Pro Gly Met Gin Val Glu Val Leu Ala Asp Ser Leu His 
115 \ 120 125 

Met Arg Phe Leu Ala\ Pro Lys lie Glu Asn Glu Tyr Glu Thr Trp Thr 
130 \ 135 140 

Met Lys Asn Val Tyr Asn Ser Trp Thr Tyr Asn Val Gin Tyr Trp Lys 
145 V6Q 155 160 




Asn Gly Thr Asp Glu Lyte Phe Gin lie Thr Pro Gin Tyr Asp Phe Glu 

165 \ 170 175 

Val Leu Arg Asn Leu Glu\Pro Trp Thr Thr Tyr Cys Val Gin Val Arg 

180 \ 185 190 

Gly Phe Leu Pro Asp Arg £fen Lys Ala Gly Glu Trp Ser Glu Pro Val 
195 \ 200 205 

Cys Glu Gin Thr Thr His Asft Glu Thr Val Pro Ser Trp Met Val Ala 
210 21^ 220 

Val lie Leu Met Ala Ser Val tehe Met Val Cys Leu Ala Leu Leu Gly 
225 230 \ 235 240 



Cys Phe Ser Leu Leu Trp Cys Vdl Tyr Lys Lys Thr Lys Tyr Ala Phe 

245 \ 250 255 

Ser Pro Arg Asn Ser Leu Pro GlmHis Leu Lys Glu Phe Leu Gly His 

260 \265 270 

Pro His His Asn Thr Leu Leu Phe fthe Ser Phe Pro Leu Ser Asp Glu 
275 280 \ 285 

Asn Asp Val Phe Asp Lys Leu Ser VaU He Ala Glu Asp Ser Glu Ser 
290 295 \ 300 



Gly Lys Gin Asn Pro Gly Asp Ser CysXSer Leu Gly Thr Pro Pro Gly 
305 310 \ 315 320 



Gin Gly Pro Gin Ser 

325 





^NOTICE, 



:E^TO ~ COMPLY. WITH REQUIREMENTS rFOR^A^ENjP APPLICATIONS CONTAlNTMri-" 
NUCLEOTIDE- .SEQUENCE AND /OR AMINO ACID -fiEQUENCE DISCLOSURES 

the nucleotide and/or Amino acid sequence disclosure contained in this Appi£ cat > 



not; comply with; the requirements for such a disclosure as set forth in 37* CFR^i^ftoi-^f^ 
1.82S for the following .reason(s) : r x i ~ * 




□ 



1. This application clearly fails to comply with the requirements of 37 CFR x Q . 

1.825. Applicant's attention is directed to these regulations, published ^ n/i 
29, May 15, 1990 and at S5 FR 18230, May 1, 1990. ■ 

2. This application does not contain, as a separate part of the disclosure on 
paper copy, a "Sequence Listing- as required by 37 CFR 1.821(c). 

3. A copy of the -Sequence Listing- in computer readable form has not been 
submitted aa required by 37 CFR 1.821(e). * 

■ 

4. A copy of the "Sequence Listing- in computer readable form has been eubmitte 

However, the content of the computer readable form does not comply with the 
requirements of 37 CFR 1.822 and/or 1.823, as indicated on the attached copy of 
marked-up -Raw Sequence Listing." ' 

5. The computer readable form that has been filed with this application has bee 

found to be damaged and/or unreadable as Indicated on the attached CRF Diskette 
Problem Report. A substitute computer readable form must be submitted as reouij 
*>Y*J7 CFR 1.825(d). , H 



6. The paper copy of the "Sequence Listing" Is not the^same as the comput 
readable form of the "Sequence Listing" as required by 37 CFR 1.821(e). 



□ 

S3 



□ 



□ 



□ 



Other: 



Applicant must provide: 



El 



An initial or substitute computer readable form (CRF) copy of the -Sequence 
Listing" 

An initial or substitute paper copy of the "Sequence Listing-, as well as an 
amendment directing its entry into the specification 

A statement that the content of the paper and computer readable copies are the £ 

and, where applicable, include no new matter, as required by 37 CFR 1.821(e) or 
1.821(f) or 1.821(g) or 1.825(b) or 1.825(d) 

For questions regarding compliance with these requirements, please conta 

For Rules Interpretation, call (703) 308-1123 
For CRF submission help, call (703) 308-r4212 
For Patentln software help, call (703) 557-0400 



Please return a copy of this notice with your response 



